Supplemental Information
includes adjustment of the linear shims, with the flip angles of the chemical shift selective (CHESS) pulses for water suppression adjusted to improve water suppression over a range of T1 and B1 values (2) . The automated processing included zero-filling from 2048 to 4096 complex data points, phase and frequency corrections from a water-unsuppressed signal, apodization with a negative exponential equivalent to 1 Hz less than the Cr line width followed by a 4 Hz Gaussian apodization, and linear baseline correction. The automatic quantification procedure used peak heights from a Levenberg-Marquardt fit of each of five metabolite regions (water, mI, Cho, Cr, and NAA). Metabolite intensity ratios of NAA, Cho, and mI were automatically calculated at the end of each Proton Brain Exam (PROBE)/Single Voxel Quantification (SVQ) acquisition. Lipids and macromolecules are not directly fitted in this procedure. However, in a few cases (2 subjects) where a large lipid signal from falx ossification or lipoma was present (3), automatic quantification was considered unreliable and these spectra were omitted from the analysis. Spectral quality was similar between APOE genotype groups, with no significant difference in the water line width (t 110 = 0.81, p = 0.42) or the Cr signal-tonoise ratio (t 110 = 0.25, p = 0.80). Table S1 . 1 H-MRS of brain metabolite ratios studies with effect sizes for the comparison between AD and MCI subjects and healthy subjects. 
